expressed under the high-expression CMV promoter. P-84, loading control. Representative WB of n = 2 biologically independent replicates showing similar results. c, qRT-PCR quantification of viral RNA levels in RV-C15 (left panel) and EV-D68 MO (right panel) infected H1-HeLa +CDHR3 (WT), SETD3 KO , and SETD3 KO stably expressing SETD4 and SETD6 under the high-expression CMV promoter. Datasets represent the mean with standard error of the mean (SEM) of n = 3 independent biological replicates. P-values were determined by ordinary one-way ANOVA (Holm-Sidak corrected) on log-transformed data using GraphPad Prism. ns = non-significant. * = P < 0.05. ** = P < 0.0001. d, Stable expression of SETD3, SETD4, and SETD6 fused with GFP at the N-terminal in SETD3 KO cells. SETD3 truncation mutants, SETD3 1-453 (which did not rescue enterovirus infections), and SETD3 1-492 (which did rescue enterovirus infections) fused with GFP at the Nterminus, were also included. Free GFP was used as a control. Subcellular localization of these proteins was visualized by immunofluorescent confocal imaging analysis. Scale bars, 7 µm. Representative immunofluorescence analysis of n = 2 biologically independent replicates showing similar results. 
